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Supplementary Figure 1
Whole body metabolic profiles of skeletal muscle-specific GR knockout mice.
(a) Nr3c1 (GR) allele including exon 3 and 4 of wild type C57BL/6J (wt), Nr3c1 tm2Gsc (flox) 36 , and a consequence of Cre-mediated recombination (KO) are schematically depicted. Open triangles indicate loxP sites. Arrows indicate primers used for genomic PCR.
(b) Skeletal muscle actin (ACTA1)-Cre transgenic mice 37 and GR-floxed (GRf/f) mice were crossbred to give skeletal muscle-specific GR knockout (GRmKO) mice, as described in Methods. Genomic DNA from the indicated tissues of 10-week-old male wt, GRf/f, and GRmKO mice were analyzed with PCR to confirm skeletal muscle-specific recombination of GR allele. Data from three independent animals of each genotype are shown. Skeletal muscles and adipose tissues are abbreviated as Gas (f) Body temperature of 12-week-old male GRf/f and GRmKO mice. Error bars represent mean ± SEM [n = 5 (GRf/f) and n = 4 (GRmKO)].
(g-j) Resting oxygen consumption rates (g), carbon dioxide production rates (h), respiratory exchange ratios (i), and energy expenditures (j) during the time periods described in (e). Error bars represent mean ± SEM [n = 5 (GRf/f) and n = 4 (GRmKO)].
*P < 0.05 determined by two-tailed Student's t test for unpaired data. 
Supplementary Figure 2
Restoration of GRmKO skeletal muscle from glucocorticoid-induced atrophy.
(a, b) Eleven-week-old male GRf/f and GRmKO mice were injected i.p. with vehicle or dexamethasone (DEX) at 1 mg/kg body weight daily for 7 days. Expression levels of the mRNA in liver (a) and Gas (b) were assessed with qRT-PCR. Data are normalized to 36B4 mRNA levels and are shown as fold induction to expression levels in vehicle-treated GRf/f mice. Error bars represent mean ± SEM (n = 8). *P < 0.05 determined by two-tailed Student's t test for unpaired data.
(c) Expression and phosphorylation levels of the indicated proteins in Gas from male GRf/f and GRmKO mice treated as described in (a) were assessed in immunoblotting.
Data from 2 independent animals of each treatment and genotype are shown. 
